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gp177(F-CphI)[Synechococcus_phage_S-PM2]                                                     H                     R                                                            Q            C    C                              D DH      TG            Q LC  CN    G                                         YL  EE .........NGV AI.. KGEGD.................GKWKKLCV    .....E  K.........V  L  RN  M.ML Q.VND..............N..........VN..LLSEMIK  KR
gp240[Vibrio_phage_ICP2_2006_A]                                                     H                     R                                                            C            C    C                              D NH      TG            G IC  CN    G                                         YL  ES .........NNQ QI.. GHTPDGS...............KLDTRLCV    .....E  E.........V  L  RR  L.ML Y.AID..............N..........PE..ILTNAIK  LK
gp54[Vibrio_phage_ICP2]                                                     H                     R                                                            C            C    C                              D NH      TG            G IC  CN    G                                         YL  ES .........NNQ QI.. GHTPDGS...............KLDTRLCV    .....E  E.........V  L  RR  L.ML Y.AID..............N..........PE..ILTNAIK  LK
gp31[Cronobacter_phage_vB_CsaP_GAP52]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  KK .........DNK AI.. GEAETATVR.............GKVKELAV    .....D  K.........A  L  SK  V.MI M.SQE..............N..........PA..ILASAIN  DK
gp16[Vibrio_phage_N4]                                                     H                     R                                                            S            C    C                              D CH      TG            G LC  CN    G                                         YL  AK .........NSR NI.. DKVLVPQSR.............NTQETVCI    .....E  A.........I  I  NR  I.AI I.LGD..............N..........HE..RLKRALA  EK
gp18.2[Kluyvera_phage_Kvp1]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  DK .........GGV GI.. GVELTF................HPKATACV    .....S  D.........V  I  RK  A.AI A.LGD..............T..........TS..SVAKAVA  QK
gp13.5[Escherichia_phage_EcoDS1]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  RE .........GGT AI.. HGT...................ESVGRLAV    .....S  K.........V  L  TN  Q.AI K.LKD..............D..........VQ..LLRNAIN  EV
gp13.5[Yersinia_phage_phiYeO3-12]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  TK .........NGV AI.. GITER.................VEGRALAV    .....A  A.........V  L  SA  I.AL K.FED..............D..........TE..RLRKAIT  RG
gp63[Synechococcus_phage_S-CBS2]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  QK .........GGV SI.. SSR...................PGSRRLSV    .....S  K.........V  L  SN  T.AI L.LGD..............N..........RA..ILQAAIT  EA
gp36[Erwinia_phage_FE44]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  VE .........GHS KL.. GAHQS.................TLRRRLAV    .....S  C.........V  L  DD  I.AL K.MKD..............N..........IE..TLQNAID  KE
gp35[Phormidium_phage_Pf-WMP3]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LC  CN    G                                         YL  QL .........NGC AV.. RNPQ..................AEGKTLVV    .....D  K.........V  L  SK  TG.L Q.FND..............N..........PD..LLKEAVN  EV
gp28[Synechococcus_phage_S-SKS1]                                                     H                     R                                                            S            C    C                              D CH      TN            G LC  CN    G                                         YL  LM .........NTN QI.. DAE.....................LTKKCI    .....S  K.........I  V  NN  T.AL L.VGD..............N..........TQ..TLQSMIE  QE
NITHO_4920017[Nitrolancetus_hollandicus]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  VE .........RGG AI.. GQP...................PIDKALAV    .....E  T.........V  L  AP  KG.I L.LKD..............R..........SE..VLTAAAE  RK
gp13[Synechococcus_phage_S-CBP4]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EE .........LNC AC.. GSSDP.................KRKAGFVI    .....Q  Q.........V  L  HS  IG.I Q.LGD..............S..........IF..GLTQAIN  RK
M878_36320[Streptomyces_roseochromogenes_DS_12.97                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  AA .........RGL VI.. LAV......................PPVHV    .....K  R.........V  V  FN  S.AI K.LGD..............D..........PD..AVRRAAA  EG
SCO1645[Streptomyces_coelicolor_A3-2]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  AS .........MGL VI.. LKA......................PAVHV    .....K  K.........V  V  FN  S.AI K.LGD..............D..........PD..AVRRAAA  EG
STRTUCAR8_02386[Streptomyces_turgidiscabies_Car8]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  AS .........MGL VI.. LKA......................PAIHV    .....E  R.........V  V  FN  S.AI K.LGD..............D..........PD..AVRRAAA  EG
BN159_6938[Streptomyces_davawensis_JCM_4913]                                                        H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  AS .........MGL VI.. LKA......................PAVHV    .....K  R.........V  V  FN  S.AI K.LGD..............D..........PD..AARRAAA  EG
SAV_6680[Streptomyces_avermitilis_MA-4680]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  AS .........MGI VI.. LKA......................PAAHV    .....R  S.........V  V  FN  S.AI K.LGD..............D..........PD..AVRRAAA  EG
HMPREF1211_04454[Streptomyces_sp._HGB0020]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YV  GA .........GGV CI.. LAA......................VPEHV    .....K  R.........V  V  FS  A.AL Q.FKD..............R..........PD..AIRRAAA  EG
SBI_08481[Streptomyces_bingchenggensis_BCW-1]                                                       H                     R                                                            Q            C    C                              D CH      KG            G LC  CN    G                                         YL  AS .........GGV CI.. LSA......................PPAHV    .....E  R.........V  V  FS  A.AL Q.FKD..............R..........PD..VIRRAAT  EG
SSAG_04687[Streptomyces_sp._Mg1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YV  AT .........GGV LL.. RTA......................PAEHV    .....Q  K.........V  V  FS  A.AL Q.FKD..............R..........PD..VIRRAAA  EG
MILUP08_43406[Micromonospora_lupini_str._Lupac_08                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AE .........GGV AI.. GGA......................DPQHL    .....R  W.........V  I  FN  GG.L Q.FRD..............S..........PT..RLARAIT  RG
BLASA_2675[Blastococcus_saxobsidens_DD2]                                                     H                     R                                                            Q            C    C                              D DH      TG            A LC  CN    G                                         YV  AS .........DGK AI.. RTA......................PAAHV    .....A  R.........V  L  FN  GG.L Q.FKD..............D..........PY..VLRAAAD  GF
MODMU_2602[Modestobacter_marinus]                                                     H                     R                                                            Q            C    C                              D DH      TD            E LC  CN    G                                         YV  AA .........GGL AV.. RVA......................PAVHV    .....A  A.........V  L  FN  GG.L Q.FRD..............D..........PA..VLRAAAD  ER
gp35[Celeribacter_phage_P12053L]                                                     H                     R                                                            S            C    C                              D CH      EG            G LC  CN    G                                         YL  LY .........DPR HI.. GEQETQVVY.............GKVKELAV    .....S  F.........V  L  QS  IG.L A.FKD..............D..........AD..LLQSAIK  KE
AEK81998.1[Salmonella_phage_7-11]                                                     H                     R                                                            Q            C    C                              D CH      TL            G LC  CN    G                                         YL  ES .........EGK KI.. KNE....................LDGAGVL    .....G  K.........V  I  RT  AG.L Q.FKD..............S..........IE..ILRKAVE  EN
AFK13461.1[Yersinia_phage_YpP-G]                                                     H                     R                                                            Q            C    C                              D CH      KG            G LC  CN    G                                         YL  ES .........KGL KI.. GTEGFAMNPK............VHKIKLVV    .....T  N.........V  L  HN  R.AL L.LKD..............N..........VK..SLQAAIE  NV
gp19[Yersinia_phage_Berlin]                                                     H                     R                                                            Q            C    C                              D CR      KG            G LC  CN    G                                         YL  ES .........KGL KI.. GTEGFAMNPK............VHKIKLVV    .....T  N.........V  L  HN  R.AL L.LKD..............N..........VK..SLQAAIE  NV
gp35[Pseudomonas_phage_LUZ24]                                                     H                     R                                                            R            C    C                              D CH      TG            G LC  CN    G                                         YL  DE .........DHK DI.. GEKGFLMDPS............KHIAFLVV    .....A  K.........V  L  HN  R.VL L.MKD..............S..........PE..LLRKAAE  QV
gp58[Escherichia_phage_JH2]                                                     H                     R                                                            C            C    C                              D DH      TG            G LC  CN    G                                         YL  RD .........DYK QI.. GGEGFIMNGS............RHKAKLVV    .....K  K.........V  M  HN  R.AL L.LAD..............S..........VD..NMQRAID  SK
gp255[Salmonella_phage_FSL_SP-010]                                                     H                     R                                                            C            C    C                              D DH      TG            G LC  CN    G                                         YL  SK .........GHK QI.. GGEGFIMNGS............RHKAKLVV    .....K  K.........V  M  HN  RG.L L.FSD..............S..........VD..NMQRAIA  SK
AFU62407.1[Escherichia_phage_EC6]                                                     H                     R                                                            C            C    C                              D DH      TG            G LC  CN    G                                         YL  SK .........GHK QI.. GGEGFIMDGS............RHKAKLVV    .....K  Q.........V  M  HN  RG.L L.FSD..............S..........IE..NMKRAIA  SK
gp63[Mycobacterium_phage_CloudWang3]                                                     H                     R                                                            E            C    C                              D CH      TG            G LC  CN    G                                         YV  YA ...........C YL.. GSTDPK................DRRGKFQI    .....V  V.........V  P  MP  VG.I Y.LQD..............D..........PE..LMRRAAD  ER
gp13.5[Erwinia_phage_vB_EamP-L1]                                                     H                     R                                                            Q            C    C                              D NH      TG            E LC  CN    G                                         YL  VA .........DYK AI.. AKPHED................TKFGVLCV    .....S  K.........L  L  RN  M.VI N.VGE..............C..........ID..KLRGMIK  EV
gp43[Prochlorococcus_phage_P-RSP2]                                                     H                     R                                                            P            C    C                              D DH      TL            G IC  CN    G                                         YL  PK .........GQA AC.. GKT.....................DKKLTW    .....K  K.........E  W  HS  LG.I K.LGD..............N..........IE..GVLKAYN  IK
gp64[Escherichia_phage_2_JES-2013]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  SD .........DHK AI.. RISLDEYRTQ............GYRDFFCV    .....K  A.........V  L  DK  R.AL F.FQE..............D..........EE..TILRAAE  HI
gp21[Mycobacterium_phage_Porky]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  EA .........GGR GI.. SRVAC.................PTGRRFAV    .....R  R.........I  L  VD  Q.AL K.FGD..............D..........PD..ILMSAVR  SE
gp21[Mycobacterium_phage_PhatBacter]                                                     H                     R                                                            Q            C    Y                              D CH      TG            G LC  CN    G                                         YL  EA .........GGR GI.. SRVAC.................PTGRRFAV    .....R  R.........I  L  VD  Q.AL K.FGD..............D..........PD..ILMSAVR  SE
gp23[Mycobacterium_phage_244]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  EA .........GGR GI.. SRVAC.................PTGRRFAV    .....R  R.........I  L  VD  Q.AL K.FGD..............D..........PD..ILMSAVR  SE
gp6[Mycobacterium_phage_Konstantine]                                                     H                     R                                                            Q            C    C                              D CH      QG            G LC  CN    G                                         YI  AA .........SGL DM.. EEKLP.................EDPFKIHV    .....K  H.........V  L  GY  TG.L Y.VEN..............D...........K..MLANAIR  ER
gp7[Mycobacterium_phage_Patience]                                                     H                     R                                                            Q            C    C                              D CH      QG            D LH  CN    .                                         YI  DE .........NYL GL.. GKPLP.................ADPKEMRI    .....E  H.........V  I  NK  IG.L H.YVE..............D..........SE..FVGLAVK  ER
gp2[Mycobacterium_phage_Dori]                                                     H                     R                                                            Q            C    C                              D CH      TG            A LC  CN    A                                         YL  EA .........GNR LM.. DVVF..................SETFDTCV    .....T  K.........V  I  RG  M.VI R.F.E..............D..........PE..YVARAQR  AE
gp10[Mycobacterium_phage_Predator]                                                     H                     R                                                            Q            C    C                              D CH      SL            G LC  CN    S                                         YL  EK .........GGR AL.. HDLF..................VGTYNTCV    .....D  L.........V  I  RG  M.VV R.FED.........................PD..YVARVRE  GE
gp3[Synechococcus_phage_S-CBS4]                                                     H                     R                                                            Q            C    C                              D CH      FG            G LC  CN    G                                         YL  KA .........GSC AI.. KSTSPN................HGSGQFVV    .....E  Q.........V  I  GK  I.ML Q.ADD..............S..........HD..TLLEAAM  VA
pCQ3_69[Streptomyces_sp._W9]                                                     H                     R                                                            H            C    C                              D DH      SG            G LC  CN    G                                         YL  AD .........AGR AI.. NDA....................PEQRLHI    .....K  V.........V  L  RG  H.AL N.ALD..............D..........PA..RLRAMAD  ER
MILUP08_43528[Micromonospora_lupini_str._Lupac_08                                                     H                     R                                                            Q            C    C                              D CH      TS            G LC  CN    G                                         YL  SR .........GYC AI.. GIHEDEIPATLAGRPRKDGKPSAQAFRLVV    .....G  A.........I  L  NG  S.AL H.FRD..............S..........VE..ALRRAMD  ES
Gobs_2465[Geodermatophilus_obscurus_DSM_43160]                                                      H                     R                                                            Q            C    C                              D CH      SG            S IC  CN    G                                         YV  ED .........GYR AS.. RAHEGDLPLLTTGRPRRDGSPAVNTVELVV    .....T  L.........T  L  HR  V.LV H.TEN..............N..........AD..LLALAAE  RQ
MFORT_18765[Mycobacterium_fortuitum_subsp._fortui                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AA .........EYR AI.. GRDETAIDLKRVGGRPRADGKPLAKVPLAV    .....V  A.........V  L  PS  AG.L A.FGD..............D..........PV..RLAAAIT  RA
AMLIID_13050[Actinomadura_madurae]-2                                                     H                     R                                                            Q            C    C                              D DH      TG            R LC  CN    G                                         YL  AE .........GGV AI.. LRA......................DAKHV    .....L  L.........V  I  FK  GG.L Q.FHD..............D..........PV..RMRLAAD  EL
AMLIID_13050[Actinomadura_madurae]-1                                                     H                     R                                                            Q            C    C                              D DH      TG            G AC  CN    G                                         YV  KL .........VGL AV.. SDL......................PAEHV    .....R  M.........V  L  AE  TG.M Q.LRD..............D..........PI..ALRRAAD  TG
FraEuI1c_3751[Frankia_sp._EuI1c]-2                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AD .........GGR AI.. REK......................PAEHV    .....A  E.........V  L  FT  VG.L Q.LRD..............D..........LA..VICNAAL  L.
FraEuI1c_3751[Frankia_sp._EuI1c]-1                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EV .........RGV VI.. LTG......................PAEHV    .....L  A.........V  I  SG  TG.L S.FGD..............D..........LD..RVYGALN  LA
gp48[Prochlorococcus_phage_SS120-1]                                                     H                     R                                                            P            C    C                              D CH      EE            G VC  CN    G                                         YL  PP .........PGI PV.. RTETDDW.....................VL    .....K  V.........F  Y  RF  AG.I L.LHD..............D..........IE..VLNRAAN  TN
gp55[Mycobacterium_phage_Chy5]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.RKRLSV    .....K  I.........V  L  TM  KYIL W.ARD..............C..........IE..MLQRAID  RK
gp59[Mycobacterium_phage_D29]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.RKRLSV    .....K  I.........V  L  TM  KYIL W.ARD..............C..........IE..MLQRAID  RK
gp56[Mycobacterium_phage_Chy1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.RKRLSV    .....K  I.........V  L  TM  KYIL W.ARD..............C..........IE..MLQRAID  RK
gp59[Mycobacterium_phage_L5]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LN
gp63[Mycobacterium_phage_SWU1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LN
gp61[Mycobacterium_phage_Odin]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIA  TN
gp64[Mycobacterium_phage_Adzzy]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. RRANG.................K.KKRLSV    .....K  I.........V  L  TM  KYIL W.ARD..............C..........IE..MLQRAID  RK
gp63[Mycobacterium_phage_Che12]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIA  TN
gp65[Mycobacterium_phage_EagleEye]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.FKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFERAID  RK
gp60[Mycobacterium_phage_Trixie]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.FKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFERAIA  RK
gp63[Mycobacterium_phage_RedRock]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........I  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  TN
gp63[Mycobacterium_phage_AnnaL29]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........I  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  TN
gp63[Mycobacterium_phage_Turbido]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................T.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  TN
gp64[Mycobacterium_phage_First]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................T.KKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIA  TD
gp62[Mycobacterium_phage_Echild]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  TN
gp60[Mycobacterium_phage_Pukovnik]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........I  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  RN
gp64[Mycobacterium_phage_Jeffabunny]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR AI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LH
gp61[Mycobacterium_phage_Gladiator]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR AI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LH
gp64[Mycobacterium_phage_Artemis2UCLA]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR AI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LH
gp64[Mycobacterium_phage_Hammer]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR AI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........ID..FFKRAIE  LH
gp65[Mycobacterium_phage_CloudWang3]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR AI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........ID..FFKRAIE  LH
gp61[Mycobacterium_phage_DaVinci]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LH
gp62[Mycobacterium_phage_EricB]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.HKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........ID..FFKRAIE  LH
gp62[Mycobacterium_phage_Alma]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.VKRLSV    .....K  I.........V  L  TM  KYTL W.ARD..............C..........IE..FFKRAIE  LN
MycrhDRAFT_5763[Mycobacterium_rhodesiae_JS60]                                                       H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YI.. QRANG.................K.AKRLSV    .....K  V.........V  L  TM  KYTL W.ARD..............C..........AE..FFKRAIA  AN
gp57[Mycobacterium_phage_Twister]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EE .........GGL YI.. RRANG.................K.RKRLSV    .....A  I.........V  L  TA  RNVL H.LRD..............D..........PE..AFERAID  DR
gp59[Mycobacterium_phage_Goose]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EE .........GGY YI.. RRANG.................K.RKRLSV    .....K  I.........V  L  TA  RNVL H.LRD..............D..........PE..AFERCID  DR
gp57[Mycobacterium_phage_Severus]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  EA .........GGY YI.. RRANG.................K.RKRLSV    .....A  V.........V  L  TA  RNVL H.LRD..............D..........PE..AFERALD  DR
gp61[Mycobacterium_phage_HelDan]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............D..........PE..AFQRFID  DN
gp58[Mycobacterium_phage_BTCU-1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............D..........PE..AFQRFID  DN
gp55[Mycobacterium_phage_HINdeR]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EH .........GGL YG.. RRANG.................K.RKRLSV    .....K  I.........V  L  TT  RNVL H.LRD..............D..........PE..AFERFIH  DA
gp57[Mycobacterium_phage_Timshel]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EY .........GGL YG.. RRANG.................Q.RKRLSV    .....K  I.........V  L  TP  RNVL H.LRD..............D..........LE..AFDRFSH  KH
gp57[Mycobacterium_phage_Peaches]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EH .........GGC YI.. RRANG.................K.RKRLSV    .....A  I.........V  L  TA  RNVL H.LRD..............S..........VE..AAQRIID  DD
gp60[Mycobacterium_phage_LHTSCC]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EH .........GGY YI.. RRANG.................K.RKRLSV    .....A  V.........V  L  TA  RNVL H.LRD..............S..........QE..AAQRIID  DS
gp56[Mycobacterium_phage_Arturo]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EH .........GGY YI.. RRANG.................K.RKRLSV    .....A  I.........V  L  TA  RNVL H.LRD..............S..........QE..AAQRIID  DD
gp54[Mycobacterium_phage_Backyardigan]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EH .........GGL YI.. RRANG.................K.RKRLSV    .....A  I.........V  L  TA  RNVL H.LRD..............S..........QE..AAQRIID  DD
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gp62[Mycobacterium_phage_Jobu08]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............E..........RE..AFQRFID  DN
gp59[Mycobacterium_phage_Methuselah]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............E..........RE..AFQRFID  DN
gp62[Mycobacterium_phage_JHC117]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............E..........RE..AFQRFID  DN
gp59[Mycobacterium_phage_Bxz2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............E..........RE..AFQRFID  DN
gp59[Mycobacterium_phage_Wonder]                                                     H                     R                                                            Q            C    W                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YG.. RRANG.................K.RKRLSV    .....E  I.........V  L  TA  RNVL H.LRD..............E..........RE..AFQRFID  DS
HMPREF9336_02235[Segniliparus_rugosus_ATCC_BAA-97                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  DN    G                                         YL  ES .........GGV YI.. RRATG.................A.RKRLSV    .....K  R.........V  L  QK  RDVL H.LRD..............D..........PE..ALRRAVE  ES
N806_29715[Rhodococcus_sp._P27]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  ES .........GKV AI.. KRANG.................S.RKRLSV    .....A  E.........V  L  TP  RNVL H.LRD..............D..........AQ..ALQRAIG  SS
gp61[Mycobacterium_phage_Museum]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp58[Mycobacterium_phage_Violet]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp61[Mycobacterium_phage_HanShotFirst]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp62[Mycobacterium_phage_PattyP]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp64[Mycobacterium_phage_Nepal]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp61[Mycobacterium_phage_PhrostyMug]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  L.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp60[Mycobacterium_phage_Perseus]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  L.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp57[Mycobacterium_phage_BillKnuckles]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp62[Mycobacterium_phage_JC27]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp57[Mycobacterium_phage_Solon]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp29[Mycobacterium_phage_CASbig]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp54[Mycobacterium_phage_Bxb1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp60[Mycobacterium_phage_KBG]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp59[Mycobacterium_phage_Kugel]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp55[Mycobacterium_phage_Lesedi]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp64[Mycobacterium_phage_SargentShorty9]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp63[Mycobacterium_phage_Aeneas]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  L.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp57[Mycobacterium_phage_Euphoria]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LD  CN    G                                         YL  EA .........GGR YI.. RKGRG.................L.RKKLAV    .....R  H.........V  L  TP  RNVL H.LGD..............D..........PE..ALQRGID  EN
gp63[Mycobacterium_phage_Graduation]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EA .........GGK AI.. QRATG.................A.YKALAV    .....K  Y.........D  L  ST  K.ML H.ARD..............E..........IA..FFERAID  EN
gp59[Mycobacterium_phage_RidgeCB]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EA .........GGK AI.. QRATG.................A.YKALAV    .....K  Y.........D  L  ST  K.ML H.ARD..............E..........IA..FFERAID  EN
gp61[Mycobacterium_phage_BPBiebs31]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EA .........GGK AI.. QRATG.................A.YKALAV    .....K  Y.........D  L  ST  K.ML H.ARD..............E..........IA..FFERAID  EN
gp57[Mycobacterium_phage_U2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp60[Mycobacterium_phage_Jasper]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp58[Mycobacterium_phage_DD5]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.MRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp58[Mycobacterium_phage_Bethlehem]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  C.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KN
gp59[Mycobacterium_phage_KSSJEB]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  DY .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp59[Mycobacterium_phage_MrGordo]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  EN
gp64[Mycobacterium_phage_SkiPole]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp56[Mycobacterium_phage_Sarfire]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AH .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp58[Mycobacterium_phage_Doom]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AY .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KS
gp60[Mycobacterium_phage_Switzer]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AY .........GGK AI.. RIATG.................A.RRALAV    .....A  Y.........I  C  KP  V.ML R.ARD..............S..........TE..FFERAIE  KN
gp58[Mycobacterium_phage_Cuco]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. RRATG.................KGRKKLSV    .....D  F.........V  L  GP  RDVV H.LRD..............D..........PE..AFQRGAD  KF
gp57[Mycobacterium_phage_LittleCherry]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. RRATG.................KGRKKLSV    .....D  F.........V  L  GP  RDVV H.LRD..............D..........PE..AFQRGAD  KF
gp59[Mycobacterium_phage_Airmid]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. RRATG.................KGRKKLSV    .....D  F.........V  L  GP  RDVV H.LRD..............D..........PE..AFMRGAD  KA
gp62[Mycobacterium_phage_Benedict]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. RRATG.................KGRKKLSV    .....N  F.........V  L  GP  RDVV H.LRD..............D..........PE..AFMRGAD  KA
gp61[Mycobacterium_phage_ElTiger69]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. RRATG.................KGRKKLSV    .....N  L.........V  L  GP  RDVV H.LRD..............D..........PE..AFMRGAD  KV
gp59[Mycobacterium_phage_Conspiracy]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. QRATG.................KGRKKLSV    .....D  F.........V  L  GP  RDVV H.LRD..............D..........PE..AFQRGAD  KF
gp61[Mycobacterium_phage_Fredward]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGK YI.. QRATG.................KGRKKLSV    .....D  F.........V  L  GP  RDVV H.LRD..............E..........PE..AFLRGYN  SS
gp64[Mycobacterium_phage_Astro]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  EF LAANKKRGLTGA YI.. GRATG.................KGRKKLSV    .....T  F.........V  L  GP  RDVV H.LRD..............D..........PT..AFTRGFT  TQ
gp59[Mycobacterium_phage_Saintus]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LC  CN    G                                         YL  EF LAANKKRGLTGA YI.. GRATG.................KGRKKLSV    .....T  F.........V  L  GP  RDVV H.LRD..............D..........PT..AFTRGFT  TQ
gp43[Rhodococcus_phage_RER2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EF .........GGR YF.. QRAKG.................TGRKRLSV    .....E  M.........V  L  KS  RDVL H.LRD..............D..........PN..AFQRAID  AS
gp45[Rhodococcus_phage_RGL3]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  EA .........GGS AI.. QRAKG.................TGRKRLSV    .....E  M.........V  L  SK  RDVL H.LHD..............D..........VD..AFLRGAE  RS
gp123[Mycobacterium_phage_Courthouse]                                                     H                     R                                                            Q            C    C                              E DH      TG            G CC  CN    G                                         YL  EE .........GGR AL.. QRANG.................A.TKALAV    .....K  V.........V  I  GP  LGVL H.ARD..............D..........IA..FFERAID  NS
gp131[Mycobacterium_phage_LittleE]                                                     H                     R                                                            Q            C    C                              E DH      TG            G CC  CN    G                                         YL  EE .........GGR AL.. QRANG.................A.TKALAV    .....K  V.........V  I  GP  LGVL H.ARD..............D..........IA..FFERAID  NS
gp138[Mycobacterium_phage_Omega]                                                     H                     R                                                            Q            C    C                              E DH      TG            G CC  CN    G                                         YL  EE .........GGR AL.. QRANG.................T.TKALAV    .....K  V.........V  I  GP  LGVL H.ARD..............D..........IA..FFERAID  NS
gp129[Mycobacterium_phage_Wanda]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AE .........GGT AI.. QRAKG.................IGKKPLCV    .....E  M.........V  L  NP  ADVL H.ARD..............D..........IS..FFERAID  TS
gp122[Mycobacterium_phage_Redno2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  AE .........GGT AI.. QRAKG.................IGKKPLCV    .....E  M.........V  L  NP  ADVL H.ARD..............D..........IS..FFERAIN  TS
GOAMR_75_00430[Gordonia_amarae]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LC  CN    G                                         YL  AA .........GGV AI.. QRATG..................KARRLAV    .....D  D.........V  L  GP  HILI R.W................P..........RD..ALARAVT  DH
I540_4041[Mycobacterium_abscessus_subsp._bolletii                                                     H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................ITKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
MA5S0422_3972[Mycobacterium_abscessus_5S-0422]                                                      H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................ITKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
MA4S0726RA_3211[Mycobacterium_abscessus_4S-0726-R                                                     H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................ITKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
MA4S0303_3277[Mycobacterium_abscessus_4S-0303]                                                      H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................ITKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
MASS_3433[Mycobacterium_abscessus_subsp._bolletii                                                     H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................ITKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
I544_0948[Mycobacterium_abscessus_103]                                                     H                     R                                                            Q            C    C                              D DH      LG            G LC  CN    G                                         YL  AV .........GGA AI.. GRAKG..................VTKRLAV    .....K  N.....TREAV  L  TT  HVVI R.Y................G..........PE..ALRRAID  AD
gp71[Rhodococcus_phage_REQ2]                                                     H                     R                                                            Q            C    C                              D DH      CC            A LC  CN    G                                         VI  AA .........NGS YI.. QRATG..................ATKRLAV    .....T  PAGT.SCGQCV  L  SP  R.LL H.LRD..............N..........TD..ALHRAIT  RD
gp76[Mycobacterium_phage_Fionnbharth]                                                     H                     R                                                            Q            C    C                              D EH      CD            C AC  CN    G                                         AL  EA .........GGR FI.. QHATG..................KSKKLAV    ..NRPG  HAPEVGCPECV  L  TT  RIVL R.Y................S..........VQ..ALARAIV  VN
gp9[Mycobacterium_phage_Catdawg]                                                     H                     R                                                            Q            C    C                              D DH      CG            G LC  CN    G                                         YR  EA .........GGK AI.. QIATG..................KTKRLAV    KMAVNV  HDANKGCPQCI  L  GP  QG.I R.W................S..........PE..ALVRALN  LD
gp10[Mycobacterium_phage_Firecracker]                                                     H                     R                                                            Q            C    C                              D DH      CG            G LC  CN    G                                         YR  EA .........GGK AI.. QIATG..................KTKRLAV    KMAVNV  HDANKGCPQCI  L  GP  QG.I R.W................S..........PE..ALVRALN  LD
gp11[Mycobacterium_phage_Corndog]                                                     H                     R                                                            Q            C    C                              D DH      CG            G LC  CN    G                                         YR  EA .........GGK AI.. QIATG..................KTKRLAV    KMAVNV  HDANKGCPQCI  L  GP  QG.I R.W................S..........PE..ALVRALN  LD
Strop_0520[Salinispora_tropica_CNB-440]                                                     H                     R                                                            Q            C    C                              D DH      EG            G LC  CN    A                                         YL  EA .........GGR AI.. PRARG..................LSRRLAV    ELEG.R  SRAS......V  L  GR  D.ML H.VRD..............D..........VS..VLVKAVE  RD
gp82[Rhodococcus_phage_REQ1]                                                     H                     R                                                            Q            C    C                              D NH      CC            G LC  CN    G                                         YL  EM .........GGV AI.. SEPP..................PPGGVLAV    .....N  PGK.KTCGKCL  L  HE  M.AL K.VRD..............S..........KQ..LLHKAIG  DG
gp93[Mycobacterium_phage_Wildcat]                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    G                                         YV  ET .........AGR AI.. IEP...................IEIETCCI    .....K  PGN.RSCGRCV  L  KS  HG.L D.FRE..............D..........EL..IMNRAIA  AK
gp100[Mycobacterium_phage_244]                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    G                                         YL  AA .........GCR AG.. GEP...................FMATEWHV    .....S  PGTKRSCGNCV  L  SG  C.AL F.VRD..............S..........TA..RLLSLAD  HK
gp98[Mycobacterium_phage_Rumpelstiltskin]                                                     H                     R                                                            C            C    C                              D DH      CC            G IC  CN    G                                         YL  DQ .........DWK PI.. GGDIG.................FETRALHV    .....S  SGN.KSCGRCL  V  GH  KG.L Y.FRD..............N..........PQ..ALRAAIH  ER
gp199[Mycobacterium_phage_Omega]                                                     H                     R                                                            Q            C    C                              D DH      CC            A LC  CN    G                                         FV  EV .........GGK ANPG DARPK.................EGARRFPV    .....A  PDRAVSCGKCV  I  PP  TT.L Q.MRD..............S..........PK..RLRGLAD  EN
gp96[Mycobacterium_phage_UPIE]                                                     H                     R                                                            V            C    C                              D DH      CC            G LC  CN    G                                         YA  EL .........ALG QA.. GSM......................DNLAI    .....A  PRSNGSCGRCV  C  RT  S.AF L.LGD..............D..........AG..RVAALLR  EG
gp96[Mycobacterium_phage_LeBron]                                                     H                     R                                                            V            C    C                              D DH      CC            G LC  CN    G                                         YA  EL .........ALG QA.. GSM......................DNLAI    .....A  PRSNGSCGRCV  C  RA  S.AF L.LGD..............D..........AG..RVAALLR  EG
gp33[Mycobacterium_phage_Optimus]                                                     H                     R                                                            Q            C    C                              D DH      CC            S LC  CN    G                                         AR  EE .........DYR AA.. SEPLSWDGD.............PGTRRACV    .....A  PGT.LSCGKCL  I  NG  V.LL R.IEG..............N..........PF..VKRREVE  FA
gp31[Mycobacterium_phage_Thibault]                                                     H                     R                                                            Q            C    C                              D DH      CC            S LC  CN    G                                         AR  EE .........DYR AA.. SEPLSWDGD.............PGTRRACV    .....A  PGT.LSCGKCL  I  NG  V.LL R.IEG..............N..........PF..IKRREVE  FA
FrEUN1fDRAFT_0395[Frankia_sp._EUN1f]                                                     H                     R                                                            Q            C    C                              D DH      CH            G LC  CN    G                                         AY  AW .........GYS AV.. QLDLSD................VTGRGRGV    .....A  PLA.SGCGICV  I  RD  V.IE Y.YRP..............D..........SG..LAIPQID  RS
gp6[Escherichia_phage_vB_EcoM-VR7]                                                     H                     R                                                            T            C    C                              D CH      GG            G LC  CN    G                                         YL  LK .........TET EI.. GIKF..................DSVIRKNV    .....K  H.........V  I  RQ  TG.L M.FKD..............N..........IA..SLKNAIK  NK
gp30[Cyanophage_PP]                                                     H                     R                                                            L            C    C                              D CH      TG            G LC  CN    G                                         YI  QV .........STG LV.. GSN......................VNLHL    .....E  K.........V  C  FN  VS.L Y.MKE..............S..........PV..LIERLAE  RN
gp76[Mycobacterium_phage_PegLeg]                                                     H                     R                                                            M            C    C                              D NH      TG            G LC  CN    G                                         HR  AY .........AKP GI.. GEPSK.......................HL    .....T  E.........I  G  HR  LG.L Y.Y.E..............G..............WF...LE  HA
BAL199_00470[alpha_proteobacterium_BAL199]                                                     H                     R                                                            Q            C    C                              D CH      SD            Q LC  CN    G                                         YL  LS .........QGR AI.. RSLPD.................EPHGVLVV    .....M  R.........V  L  NN  M.AV L.LRD..............D..........PV..TATRLAA  LR
HFELIS_12870[Helicobacter_felis_ATCC_49179]                                                         H                     R                                                            S            C    C                              D DH      TG            E IC  CN    G                                         YL  KG .........IFV PI.. EKRSIV................GVTAQLVR    .....K  K.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
K751_04795[Helicobacter_pylori_UM066]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  R.........G  W  DS  TG.I R.FKD..............N..........PK..FLEKVIE  KK
HMPREF1407_01411[Helicobacter_pylori_GAM244Ai]                                                      H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
jhp_0755_Hpy99I[Helicobacter_pylori_J99]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVH    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
OUC_1131[Helicobacter_pylori_R018c]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
HMPREF1421_01305[Helicobacter_pylori_GAM265BSii]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
HPG27_775[Helicobacter_pylori_G27]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
N197_05375[Helicobacter_pylori_UM023]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFI PI.. EKRSIV................GVTANLVR    .....D  C.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
MWE_0624[Helicobacter_pylori_XZ274]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFI PI.. EKRSIV................GVTANLVR    .....D  C.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
HPSNT_04225[Helicobacter_pylori_SNT49]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........VFT PI.. EKRSIV................GVTANLVC    .....D  L.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
H500_02485[Helicobacter_pylori_CG-IMSS-2012]                                                        H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         IF  KG .........VFT PI.. EKRSIV................GVTANLVR    .....D  W.........G  W  DS  TG.L R.FKD..............N..........PK..IFRESHR  EK
HMPREF2086_01505[Helicobacter_macacae_MIT_99-5501                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........IFT PI.. EKRSIV................GVTANLVR    .....D  E.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  KK
HCBAA847_2197[Helicobacter_cinaedi_ATCC_BAA-847]                                                     H                     R                                                            S            C    C                              D NH      TG            E IC  CN    G                                         YL  KG .........IFT PI.. EKRSIV................GVTANLVR    .....E  E.........G  W  DS  TG.L R.FKD..............N..........PK..FLEKVIE  RK
CMM_2290[Clavibacter_michiganensis_subsp._michiga                                                     H                     R                                                            T            C    C                              D DH      CC            G VC  CN    G                                         YL  LA .........EGM GL.. LVMPPE......................VI    .....K  GIG.YGCGRCV  L  VS  NL.L R.IHD...SPARARKLIA.A.....GHPR.AD..YHEKAIT  DA
SAV_3[Streptomyces_avermitilis_MA-4680_=_NBRC_148                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    P                                         YL  RF .........RDV AL.. QEGPPTDHCP............DAVSFWHI    .....R  PPG.GSCGRCV  L  LP  ATRL A.YER...LPNVLR.....D..........SP..RFN...T  NS
SPW_4527[Streptomyces_sp._W007]                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    A                                         YL  RA .........DDA PI.. GELAGDYGM.............EGRSFWQI    .....A  NRN.GSCGRCV  M  QP  LR.V W.YER...LPR........D..........IR..DWPRMNN  DD
gp84[Mycobacterium_phage_LittleE]                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    G                                         YL  EE .........GHR ANPG RAPL..................AAGRGAHL    .....D  GSG.KACVACT  I  PA  LM.L S.AKD..............D..........IE..RLRGAIE  ET
gp89[Mycobacterium_phage_Omega]                                                     H                     R                                                            Q            C    C                              D DH      CC            G LC  CN    G                                         YL  EE .........EHR ANPG RAPL..................AAGRGAHL    .....D  GSG.KACVACT  I  PA  LM.L S.AKD..............D..........IE..RLRGAIE  ET
gp88[Mycobacterium_phage_Baka]                                                     H                     R                                                            Q            C    C                              D DH      CC            G IC  CN    G                                         YL  AE .........GFK ANPG RAPL..................TNWTDAHL    .....D  GRN.KACVACT  V  RL  LM.L Y.AKD..............D..........PE..RLRGGAE  EA
gp81[Mycobacterium_phage_Optimus]                                                     H                     R                                                            Q            C    C                              D DH      CC            G IC  CN    G                                         YL  AE .........GFK ANPG RAPL..................TNWTDAHL    .....D  GRN.KACVACT  V  RL  LM.L Y.AKD..............D..........PE..RLRGGAE  EA
NIDE0179[Candidatus_Nitrospira_defluvii]                                                     H                     R                                                            C            C    C                              D DH      TN            G LC  CN    G                                         YL  MV .........SAV EI.. QKPSIKG...............AKGRALDL    .....A  E.........A  L  LP  RK.L R.I.D....KHGLFGPHK.C..........PH.NFVVKAFI  LH
ELVG_00171[Emiliania_huxleyi_virus_203]                                                     H                     R                                                            S            C    C                              D DH      TK            G IC  CN    G                                         YI  LS .........DGK CI.. KEIPV....................KKLCL    .....I  R.........A  W  HR  MM.I F.IEKKILHQIQLVYTLTISTEMHKYFYIIYNIIILNSILI  IH
EhV001[Emiliania_huxleyi_virus_86]                                                     H                     R                                                            V            C    C                              D DH      KK            G VC  CN    G                                         YF  FP .........DGK HI.. KKIPN....................KTLNL    .....I  T.........A  W  FH  IL.I F.IET..............N..........NV..TRHKIGA  DY
EhV138[Emiliania_huxleyi_virus_99B1]                                                     H                     R                                                            K            C    C                              E DH      TG            S CC  CN    G                                         CS  HL .........TDV DI.. NRKSKVI.....................VL    .....V  N.........A  W  NR  TT.L L.ITT..............N..........PT..SF..IIH  QK
EhV138[Emiliania_huxleyi_virus_86]                                                     H                     R                                                            K            C    C                              E DH      TG            S CC  CN    G                                         CS  HL .........TDV DI.. NRKSKVI.....................VL    .....V  N.........A  W  NR  TT.L L.ITT..............N..........PT..SF..IIH  QK
ELVG_00413[Emiliania_huxleyi_virus_203]                                                     H                     R                                                            K            C    C                              E DH      TG            S CC  CN    G                                         CS  HL .........TDV DI.. NRKSKVI.....................VL    .....V  N.........A  W  NR  TT.L L.ITT..............N..........PT..SF..IIH  QK
EOVG_00466[Emiliania_huxleyi_virus_88]                                                     H                     R                                                            K            C    C                              E DH      TG            S CC  CN    G                                         CS  HL .........TDV DI.. NRKSKVI.....................VL    .....V  N.........A  W  NR  TT.L L.ITT..............N..........PT..SF..IIH  QK
EXVG_00322[Emiliania_huxleyi_virus_202]                                                     H                     R                                                            K            C    C                              E DH      TG            S CC  CN    G                                         CS  HL .........TDT DI.. NRKSKVI.....................VL    .....V  N.........A  W  NR  TT.L L.ITT..............N..........PI..NF..IIH  NR
gp82[Yersinia_phage_phiD1]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........NGK LI.. QRELNPDVQAN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKRQGV.D........Y.LE..WLENLLT  KS
gp49_EndoVII[Escherichi_phage_T4]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........NGK LI.. QRELNPDVQAN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQGV.D........Y.LE..WLENLLT  KS
gp77[Escherichia_phage_RB32]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  NA .........NGK LI.. QRELNPDVQAN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQGV.D........Y.LE..WLENLLT  KS
gp78[Escherichia_phage_RB14]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........NGK LI.. QRELNPDVQAN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQGV.D........Y.LE..WLENLLT  KS
gp49[Escherichia_phage_RB69]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........NGK PI.. HRELDPDVQGN.................HL    ELNGPK  R.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQNV.D........Y.LE..WLEALLA  KQ
gp75[Escherichia_phage_JS98]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........CGK LI.. KRELNPDVQSN.................HL    ELSGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQNV.D........Y.LE..WLENLLV  KS
gp49[Escherichia_phage_IME08]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........CGK LI.. KRELNPDVQSN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGQNV.D........Y.LE..WLENLLV  KA
gp79[Shigella_phage_SP18]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........AGK PI.. HRDLDSDVQAN.................HL    ELNGPK  K.........V  L  NL  .GTE Q.MKH.KFSRSGLKSRDV.D........Y.LE..WLESLLV  KS
gp81[Escherichia_phage_vB_EcoM-VR7]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........AGK PI.. HRDLDSDVQAN.................HL    ELNGPK  K.........V  L  NL  .GTE Q.MKH.KFSRSGLKGRNV.D........Y.LE..WLESLLV  KS
gp70[Escherichia_phage_CC31]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........HGI PI.. KRELDGDVQSN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGREV.D........Y.LE..WLESLLT  KN
gp70[Enterobacter_phage_PG7]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DA .........HGI PI.. KRELDSDVQSN.................HL    ELNGPK  K.........V  L  NL  .AAE Q.MKH.KFNRSGLKGREV.D........Y.LE..WLESLLT  KN
gp241[Cronobacter_phage_vB_CsaM_GAP161]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  EK .........GGR AI.. KRPLEGEIEKH.................HL    ALDGEN  R.........V  L  NL  .GTE I.VKH.KFNRSGLVSRDV.D........Y.IA..WLENLLA  KQ
gp259w[Escherichia_phage_RB43]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DK .........GGC AL.. KRPLEGDIEKH.................HL    ALDGEN  R.........V  L  NL  .GTE I.VKH.KFNRSGLVSRDV.D........Y.IV..WLENLLA  KQ
gp247[Escherichia_phage_Lw1]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  DK .........GGC AL.. KRPLEGDIEKH.................HL    ALDGEN  R.........V  L  NL  .GTE I.VKH.KFNRSGLVSR...D......VYY.IA..WLENLLA  KQ
gp216[Klebsiella_phage_KP15]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  EQ .........NGL AL.. GRPLEGDLEKH.................HL    ALSGSN  R.........V  L  NL  .GTE I.VKH.KFNRSGLVSRDV.D........Y.IE..WLESLVA  KR
gp49[Acinetobacter_phage_133]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YH  SV .........NGV RI.. KRGLNPDVYSN.................HL    ALTGPR  K.........V  L  SL  .AAE Q.IKH.KFDRSGLKGQDI.D........M.VE..WLKSLVE  ET
gp176[Aeromonas_phage_phiAS5]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  HE .........NGI PI.. KRELDPEINKN.................HL    ELDGTN  R.........V  L  NL  .GSE R.TRH.EFMRSGLASRGI.D........Y.ID..YLESLLA  KR
gp45[Aeromonas_phage_PX29]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  HA .........NGI PL.. KRELDKEINKN.................HL    ELDGPQ  R.........V  L  CF  .KFE M.VRH.EFMRSGLASRNV.D........Y.IT..QLKTLIS  EQ
gp49[Aeromonas_phage_Aeh1]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YL  HA .........NGI PL.. KRELDKEINKN.................HL    ELNGPQ  R.........V  L  CF  .KFE M.VRH.EFMRSGLASRNV.D........Y.IT..QLKTLIV  EQ
gp49[Aeromonas_phage_44RR2.8t]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YV  HA .........GGC KL.. KNEFDGPYNKQ.................HL    ALEGRN  K.........V  L  AR  .MLE M.IKH.KFIRSGLRGRDV.D........Y.IE..WMRELIE  DS
gp49[Aeromonas_phage_25]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YV  EE .........NKC KL.. GNEFDGPYNKQ.................HL    VLQGPN  K.........I  L  SR  .LLE I.MKH.KFIRSGLKAKDV.D........Y.IQ..WMRSLLE  DS
gp49[Stenotrophomonas_phage_IME13]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YV  EE .........NKC KL.. GNEFEGPYNKQ.................HL    VLQGPN  K.........I  L  GR  .LLE I.MKH.KFIRSGLKAKDV.D........Y.IQ..WMRSLLE  DS
gp60[Aeromonas_phage_Aes508]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YV  EE .........NKC KL.. GNEFDGPYNKQ.................HL    VLQGPN  K.........I  L  GR  .LLE I.MKH.KFIRSGLKAKDV.D........Y.IQ..WMRSLLE  DS
gp120[Acinetobacter_phage_Acj9]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YY  EC .........NGR PI.. KRELDQDVMKN.................HL    ALEGSN  R.........V  L  VY  .ALE Q.LKH.KFDSSGLRSKGV.D........M.AT..WFDSLMQ  AT
gp113[Acinetobacter_phage_Acj61]                                                     H                     R                                                            Q            C    C                              D DH      AG            A LC  CN    G                                         YY  QE .........NGL PI.. GRELNEDIASN.................HL    TLEGPN  K.........V  L  LY  .SLE Q.IKH.KFDTSGLKTKGV.D........I.AD..WLETLAE  RK
gp120[Acinetobacter_phage_ZZ1]                                                     H                     R                                                            Q            C    C                              D DH      AG            G LC  CN    G                                         YQ  KE .........NGV CI.. GNELNPDVTSN.................HL    SLEGPN  K.........V  L  CL  .GLD Q.LLH.KFNSSGLVAKGA.D..........LN.TWITNWLS  FR
gp49[Escherichia_phage_Phi1]                                                     H                     R                                                            Q            C    C                              D DH      QG            G LH  CN    G                                         YI  EK .........GGI PL.. QLPLFEDMSKN.................HL    DLEGKG  R.........V  L  SC  .RLE S.LTG.DFKRFGVGALGA.D........F.VV..WATNYVN  KG
gp49[Escherichia_phage_RB49]                                                     H                     R                                                            Q            C    C                              D DH      QG            G LH  CN    G                                         YI  EK .........GGI PL.. QLPLFEDMSKN.................HL    DLDGKG  R.........V  L  SC  .RLE S.LTG.DFKRFGVGALGA.D........F.VV..WATNYVN  KG
gp129[Vibriophage_phi-pp2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  MS .........LDR VL.. GTKLSEEKSTP.................HT    .....N  H.........I  V  RA  .TYE V.VIH.KFTRSGLKGRGI.N........Y.VQ..WLRNLVD  EA
gp49[Vibrio_phage_KVP40]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  MS .........LDR VL.. GTKLSEEKSTP.................HT    .....N  H.........I  V  RA  .TYE V.VIH.KFTRSGLKGRGI.N........Y.VQ..WLRNLVD  EA
gp179[Vibrio_phage_nt-1]                                                     H                     R                                                            Q            C    C                              D DH      SG            G LC  CN    G                                         YL  MS .........LDK VL.. GTKLSEEKSTP.................HT    .....E  H.........I  V  RA  .TYE V.LIH.KFTRSGLKGKGI.D........Y.LE..WLTNLVE  SA
P845_01269[Klebsiella_pneumoniae_UCI_42]                                                     H                     R                                                            Q            C    T                              D DH      AG            G LL  AN    G                                         YL  KR .........NKR AL.. GVLIEDVNKA..................HL    KLDGPG  R.........C  L  GQ  .VLE R.IKH.QFERSGLAGKI..S........Y.ID..FLKNLVC  EA
EH105704_05_00150[Escherichia_hermannii_NBRC_1057                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YW  DK .........QGK AL.. DLPLENWQKA..................NA    .....Y  H.........M  L  PL  SILE K.IGG.LFFRAGLKNKV..D........F.PD..VLENLAK  RE
gp33[Pseudomonas_phage_LKA1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  NA .........GGL PL.. GKPIDYSIPR............EA....VV    .....D  E.........I  V  RS  .AAE K.VSN.AAGRWGAKSTSYAD........I.VP..FLENLVQ  KS
gp21[Pseudomonas_phage_phi-2]                                                     H                     R                                                            Q            C    C                              D DH      SG            G LH  CN    G                                         YL  KK .........GGL PL.. GKEIDIKIPR............EG....VM    .....D  E.........V  I  RS  .AAE K.VAN.AAGQWGAKAT...D.....YPSI.IR..WLEAMLV  KA
gp27[Ralstonia_phage_RSB3]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YY  IA .........GGN AI.. GNPVDLTIDR............EG....VV    .....D  E.........I  V  RS  .SAE K.IAN.AAGSWGAK.....D...MSYPAI.IE..YLRKLLA  DR
gp23[Pseudomonas_phage_LKD16]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........GKM PI.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMRYAD........I.IP..FLHSLLA  EG
gp26[Pseudomonas_phage_phikF77]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........GKL PL.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMKYTD........I.IP..YLRALLT  EG
gp23[Pseudomonas_phage_MPK6]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........NKL PL.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMKYSD........I.IP..YLRALLT  EG
gp26[Pseudomonas_phage_MPK7]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........NKL PL.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMKYSD........I.IP..YLRSLLT  EG
gp23[Pseudomonas_phage_LUZ19]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........NKL PL.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMRYSD........I.IP..YLHSLLA  EG
gp23[Pseudomonas_phage_phiKMV]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........GKL PL.. GKPIDISVKG............EA....VM    .....E  L.........V  V  RS  .TAE K.ITN.AAGSWGCKSMRYSD........I.IP..YLHSLLA  EG
gp23[Acinetobacter_phage_Petty]                                                     H                     R                                                            Q            C    C                              D CH      TG            G LH  CN    G                                         YL  QK .........GNV AI.. EKPIDFSVTG............HSANY.AV    .....R  E.........I  T  KS  .SAE K.VAN.AAGRWGAKSTDY.D.......DI.IE..FLDKLVI  KK
gp23[Vibrio_phage_VP93]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LC  CN    G                                         YL  AE .........GGK PL.. LNDLQFSTKG............AV....VV    .....E  E.........I  A  RS  .AGE K.VAN.AVGRWVVGKM...D.....YQQI.IP..ALRHLAD  ES
gp34[Klebsiella_phage_KP34]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  KD .........GGI LL.. GKPLDFTIKG............VTGDSVVV    .....I  R.........I  A  RS  .GGE K.VAS.AAGRWIVGSMQ..S.....SRAI.AE..SLRRVAD  DS
gp26[Klebsiella_phage_F19]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  KD .........GGI LL.. GKPLDFTIKG............VTGDSVVV    .....I  R.........I  A  RS  .GGE K.VAS.AAGRWIVGSMQ..S.....SGAI.AE..SLRRVAD  DR
gp33[Pantoea_phage_LIMElight]                                                     H                     R                                                            Q            C    C                              D DH      SG            G LH  CN    G                                         YL  KA .........GGV PL.. GEPLDFTIKG............NKGDSVVV    .....I  R.........I  A  RS  .GGE K.VAS.AAGRWIVGSMQ..D.....SGRI.AA..ALHRVAS  EQ
gp19[Acinetobacter_phage_AB3]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YY  KE .........GEK LL.. HKPIDFTKMG............RDSDY.AV    .....V  L.........I  T  RS  .AGE K.VIN.AVGSWGSKSK...D.....HAAI.RE..WLQNLLN  AY
gp25[Acinetobacter_phage_phiAB1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YY  KE .........GEK LL.. HKPIDFTKMG............RDSDY.AV    .....V  L.........I  T  RS  .AGE K.VIN.AVGSWGSKSK...E.....HAAI.RE..WLQNLLN  AY
gp31[Acinetobacter_phage_Abp1]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YY  KE .........GEK LL.. HKPIDFTKMG............RDSDY.AV    .....V  L.........I  T  RS  .AGE K.VIN.AVGSWGSKSK...D.....HAAI.RE..WLQNLLN  DY
gp48[Aeromonas_phage_phiAS7]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  RA .........GAT PL.. TKPFAGMESK............NV....VV    .....N  Q.........I  I  RG  .GAE K.VAN.AAGRWAGLGM...D.....YSKI.TP..WLQNLVN  KS
gp36[Yersinia_phage_phiR8-01]                                                     H                     R                                                            E            C    C                              D DH      TG            G LC  CN    G                                         YL  VR .........SKG PL.. QRTWTVILAEAE......AKKAKQAPY.VL    .....I  Q.........C  V  RG  .GAE K.VTN.AVAAWGKTGH...E.....YTAV.LA..WLERMVA  RS
gp24[Cronobacter_phage_vB_CskP_GAP227]                                                     H                     R                                                            E            C    C                              D DH      SG            G LC  CN    G                                         YL  VR .........SAG PL.. QRSWAEIQKDAEDKAAAKGKKLRQAPY.VL    .....I  R.........C  V  RG  .GAE K.VAN.AVSAWGKTGK...E.....YAAI.LG..WLQRMVA  QQ
gp35L[Xanthomonas_phage_Xp10]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YL  EL .........GGR AI.. QGLLGDKAPL............DA....CL    .....S  A.........I  V  RG  .SVL L.VEN.NAKRYGVF.....A.......RL.IQ..FCAGLAG  RI
gp37[Xanthomonas_phage_OP1]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YL  EL .........GGR AI.. QGLLGEKAPL............DA....CL    .....S  A.........I  V  RG  .SVL L.VEN.NAKRYGVF.....A.......RL.IQ..FCAGLAG  RT
gp36[Xanthomonas_phage_Xop411]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YL  EL .........GGR AI.. QGLLGDKAPL............DA....CL    .....S  A.........I  V  RG  .SVL L.VEN.NAKRYGVF.....A.......RL.IQ..FCAGLAG  RT
gp20[Xylella_phage_Paz]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YF  EE .........GGR KL.. QGKLGTKAPL............DP....VL    .....L  A.........V  V  RG  .SLL K.VEN..............NALRYGVHAL.SA..FCHGLAP  QA
gp20[Xylella_phage_Prado]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  AE .........GNR AL.. GGQLGLKAPL............DP....VL    .....R  A.........V  V  RG  .SLL K.VEN.NGPRYGVR.....D........I.LA..FCGGLAN  RK
gp36[Xanthomonas_phage_CP1]                                                     H                     R                                                            Q            C    C                              D NH      TG            G LH  CN    G                                         YL  AE .........GNR CL.. QGQFGPKAPL............DP....CL    .....Q  A.........I  V  RG  .ALL R.VEN.NAGRYGVR.....D........V.PA..FCSGIPN  RS
gp40[Xanthomonas_phage_phiL7]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YL  TK .........AGR AL.. GLPLGSSPPH............DP....VG    .....R  A.........M  V  RG  .SLL C.VEN.NAPRYGVR.....D..........IG.VFANGVAQ  RA
ADD21656.1[Caulobacter_phage_Cd1]                                                     H                     R                                                            A            C    C                              D CH      RG            G LH  CN    G                                         YL  AA .........GRK EL.. GLPMSMTDI...................VL    .....K  W.........V  S  RR  .SLL K.IEN.NAPRFGFAN....D......GYL.YA..FLHGVAA  QR
gp34[Rhizobium_phage_RHEph02]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  RR .........GNR PL.. HRGLTVLDG...................CM    .....V  R.........V  I  RG  .GAE K.IKN.AFVRYGGGLRT..E........L.VP..FLRNLAD  EY
gp35[Rhizobium_phage_RHEph03]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  RR .........GNR PL.. HRGLTVLDG...................CM    .....V  R.........V  I  RG  .GAE K.IKN.AFVRYGGGLRT..E........L.VP..FLRNLAD  EY
gp34[Rhizobium_phage_RHEph08]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YL  RR .........GNR PL.. HRGLTVLDG...................CM    .....V  R.........V  I  RG  .GAE K.IKN.AFVRYGGGLRT..E........L.VP..FLRNLAD  EY
gp21[Ralstonia_phage_RSB1]                                                     H                     R                                                            Q            S    T                              D CH      TG            G LQ  EN    G                                         YL  AE .........RGL PI.. GRPITDA.....................VM    .....R  H.........V  V  RW  .AVL R.LEN..WAGRLGGDPPVSD..........IE..FLRGVAD  ER
BDB_mp60439[blood_disease_bacterium_R229]                                                     H                     R                                                            Q            S    T                              D DH      TG            A LN  EN    G                                         YI  RE .........SNR PI.. GLEITDP.....................VL    .....Q  D.........I  V  RW  .SVL R.LEN..WSRRIGRGV...D........P.IK..FLRGVAD  EH
gp22[Burkholderia_phage_JG068]                                                     H                     R                                                            Q            D    T                              D CH      HG            A LG  NN    G                                         YL  AA .........GGK PI.. GWDIDPENA...................VL    .....K  W.........V  T  RW  .GVL K.IEN..WANRLGA.....D.PKTGARLT.PW.AYLRAVAD  EL
BTI_1591[Burkholderia_thailandensis_MSMB121]                                                        H                     R                                                            Q            C    T                              D CH      TG            A LP  VN    G                                         YI  AE .........GNR PI.. GWHLTEDI....................VA    .....K  M.........M  A  RW  .AVL R.VEN..WAGRVGGGVP..V..........PT..FLRKCAD  EH
gp21[Escherichia_phage_K1E]                                                     H                     R                                                            Q            C    C                              D CH      RG            A LC  CN    G                                         YL  EK .........GWK PI.. GAPLKAVAEI............NR....VL    .....R  Y.........C  V  RG  .GGI K.IEN..LVKTYCKAG...D....NEYFI.IK..TLRNIAD  DL
gp21[Escherichia_phage_K1-5]                                                     H                     R                                                            Q            C    C                              D DH      TG            A VC  CN    G                                         YW  DK .........GWK PL.. GGSLKAVTPV............NR....VL    .....E  F.........C  V  RG  .GAE K.IKG.VISGYGKAGN...N.....RYFQ.LQ..WLERLYE  KL
gp22[Salmonella_phage_SP6]                                                     H                     R                                                            Q            C    C                              D DH      TG            A VC  CN    G                                         YW  EK .........KWK PL.. GGSLKAVTAI............NR....VL    .....E  F.........C  V  RG  .GAE K.ILG.VISGYGKAGN...N.....RYFQ.LK..WLENLYT  KL
gp29[Salmonella_phage_UAB_Phi78]                                                     H                     R                                                            Q            C    C                              D DH      TG            A VC  CN    G                                         YW  EK .........KWK PL.. GCSLKAVTAI............NR....VL    .....E  F.........C  V  RG  .GAE K.ILG..VISGYVKAGN..N.....RYFQ.LK..WLENLYN  KL
gp9[Escherichia_phage_phiKT]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LH  CN    G                                         YI  AE .........GNR LL.. EEIMEDKQM...................VL    .....D  H.........C  V  RG  .AML H.LEN.NRARHLLKD....D......DKF.AT..FLGNIMA  TM
gp24[Pectobacterium_phage_PP1]                                                     H                     R                                                            Q            C    C                              D DH      NG            A VC  CN    G                                         YE  EA .........KNR PL.. GGSLKAITPA............NR....VL    .....S  F.........C  V  RG  .GAE K.VLS.VISGYGKADEHYQS.LLVSNRKA.KEERKLRAPNR  DL
gp30[Pseudoalteromonas_phage_RIO-1]                                                     H                     R                                                            Q            C    C                              D DH      TG            S LH  CN    G                                         YW  RK .........NNI PL.. GNVIRPDQA...................VL    .....G  R.........V  V  RA  .QAE R.ILS..WANRTGQNCT..S..........YD..FIRNLLT  TV
gp226[Cronobacter_phage_CR3]                                                     H                     R                                                            Q            C    L                              D DH      DG            G IG  LN    G                                         YL  LE .........GGL AI.. REPMTDP.....................CL    .....Y  K.........C  V  ST  .LFE G.VQK.LWSKHM.......E..GKTGLTM.SE..TLRRLAD  ER
gp167[Pectobacterium_phage_phiTE]                                                     H                     R                                                            Q            C    L                              D DH      DG            G IG  LN    G                                         YL  LE .........GGL AI.. REPMTDP.....................CL    .....Y  K.........C  V  ST  .LFE G.VQK.LWSKHM.......E..GKTGLTM.SE..TLRRLAD  EA
gp97[Escherichia_phage_rv5]                                                     H                     R                                                            Q            D    L                              D DH      TG            G LS  TN    G                                         YL  EE .........DGL PI.. CEPLRKP.....................CL    .....L  R.........C  V  QC  .TFE Y.VLK.YWMKYCNEYT...D......CSL.SE..ALRRMAD  EK
gp91[Escherichia_phage_vB_EcoM-FV3]                                                     H                     R                                                            Q            D    L                              D DH      TG            G LS  TN    G                                         YL  EE .........DGL PI.. CEPLRKP.....................CL    .....L  R.........C  V  QC  .TFE Y.VLK.YWMKYCNEYT...D......CSL.SE..ALRRMAD  EK
gp29[Campylobacter_phage_CP220]                                                     H                     R                                                            S            C    C                              D KH      LG            N IC  CN    G                                         YL  VE .........NPV PL.. GSKIFNP.....................VL    SKKQEI  VQGAGL....V  V  ST  .IFL K.MEN.NYKRYRIQ.....N........L.AD..FLRNAAN  ET
gp49[Campylobacter_phage_vB_CcoM-IBB_35]                                                     H                     R                                                            S            C    C                              D KH      LG            N IC  CN    G                                         YL  VE .........NPV PL.. GSKIFNP.....................VL    SKKQEN  VQGAGL....V  V  ST  .IFL K.MEN.NYKRYRIQ.....N........L.AD..FLRNAAN  ET
gp281[Campylobacter_phage_CPt10]                                                     H                     R                                                            S            C    C                              D KH      LG            N IC  CN    G                                         YL  VE .........NPI PL.. GSKIFNP.....................VL    SKKQEN  VQGAGL....V  V  ST  .IFL K.MEN.NYKRYRIQ.....N........L.SD..FLRNAAN  ET
pZL12.35c[Streptomyces_sp._ZL12]                                                     H                     R                                                            Q            C    C                              D EH      TG            G LC  CN    G                                         YR  LW .........RGR AI.. GTV......................EPLVT    .....E  L.........V  L  RT  .TNE ..MNG..............L..........PG..TV..YAR  ER
HMPREF1486_03181[Streptomyces_sp._HPH0547]                                                     H                     R                                                            H            C    C                              D DH      SG            G LC  CN    G                                         YR  AW .........GRR AV.. GVRH.....................LPLVD    .....D  L.........I  L  RR  .... K.EPH..............D..........NG..LFRK...  ER
Strvi_0243[Streptomyces_violaceusniger_Tu_4113]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CR    G                                         YR  AW .........QDR AV.. SRR......................TQLLI    .....H  L.........V  G  SG  .TKE L.WPN..............D...........R..VFQ..L.  DL
EC24168_4723[Escherichia_coli_2.4168]                                                     H                     R                                                            Q            C    T                              D CH      TG            A VH  AN    G                                         YR  NY .........YRR AV.. GKPLRLTSA...................VL    .....R  R.........V  V  RS  .AAE GYHAG.....RLCGL....S..........PS.SMNAMLTS  QQ
A1YO_00285[Escherichia_coli_KTE136]                                                     H                     R                                                            Q            C    T                              D CH      TG            A VH  AN    G                                         YR  NY .........YRR AV.. GKPLRLASA...................VL    .....R  R.........V  V  RS  .AAE GRYIG.....RTCGVSVT.N..........LR..AMIGS..  KQ
E2348C_4605[Escherichia_coli_O127-H6_str._E2348/6                                                     H                     R                                                            Q            C    T                              D CH      TG            A VH  AN    G                                         YR  NY .........YRR AV.. GKPLRLASA...................VL    .....R  R.........V  V  RS  .AAE GRYVG.....RTCGVSVT.N..........LR..AMIGS..  KQ
A17U_03493[Escherichia_coli_KTE228]                                                     H                     R                                                            Q            C    T                              D CH      TG            A VH  AN    G                                         YR  NY .........YRR AV.. GKPLRLTSA...................VL    .....R  R.........V  V  RS  .AAE GRYVG.....LTCGMSVI.R..........LG..AMVDM..  KI
SCP1.343[Streptomyces_coelicolor_A3-2]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    G                                         YW  DI .........DGT AT.. SAPAY.......................AI    .....H  L.........V  L  VS  .KRE T.CRR....RAQEGT....H..........PGRPCFQ...P  DD
AP13_p00100[Brevibacterium_sp._Ap13]                                                     H                     R                                                            Q            C    C                              D DH      TG            G LC  CN    R                                         YL  AF .........GLA SI.. HNEVGS......................II    .....S  N.........V  L  RY  .... H.VDE..............C..........LH.LSVCPYAE  NS
SAV_279[Streptomyces_avermitilis_MA-4680_=_NBRC_1                                                     H                     R                                                            L            C    C                              D DH      TG            G LC  CN    E                                         YL  DA .........GPD HL.. GLYPGA......................MV    .....Q  R.........V  L  AY  .RLL E.CPH..............L..........TD..C.PRA.D  LA
L083_0214[Actinoplanes_sp._N902-109]                                                     H                     R                                                            L            C    C                              D DH      TG            G LC  CN    N                                         YL  AE .........GAQ HL.. QQSPGA......................IL    .....F  L.........I  L  IG  .... N.LEE..CL..........H..........VT..GCPRA.D  NA
SAP1p16[Streptomyces_avermitilis_MA-4680_=_NBRC_1                                                     H                     R                                                            D            C    C                              D CH      HG            G LC  CN    G                                         HL  RA .........DYL RL.. KKRQAS......................AW    .....E  H.........V  P  GS  .TRE K.ATPYYFLQLEGGTLHLLECRGCLEQRTLPRRFHLDVVRA  EQ
pSV2.100c[Streptomyces_violaceoruber]                                                     H                     R                                                            D            C    C                              D CH      HG            G LC  CN    G                                         HV  RA .........GYL RL.. SESRAA......................VW    .....D  L.........V  P  GS  .TYE KSTAHSFLQNKEGAALHLLECRGCLERRTLPARYRAALARM  EA
pFRL6_54c[Streptomyces_sp._F12]                                                     H                     R                                                            R            C    C                              D CH      HG            G LC  CN    G                                         IL  PA .........AYR DL.. PEPAA.......................FW    .....D  L.........I  P  RS  .GSE S.WVH..SRHGVEHLMRCPD...CRSAGH.PP.IRNRVAR.  PT
SRIM_01606[Streptomyces_rimosus_subsp._rimosus_AT                                                     H                     R                                                            A            C    C                              D EH      TD            G LC  CN    G                                         YL  LL .........HPT PI.. GGITN.......................DI    .....P  L.........V  A  HR  .SRV S.LEAALRLPPRCFQTLAGDLHRAYARTGHVNLARFTGDLS  GL
CAEBREN_30406[Caenorhabditis_brenneri]                                                     H                     R                                                            N            C    C                              D DH      TG            G LC  CN    K                                         FL  LD .........CES PA.. GKKFDEP..................NEKVR    .....W  E.........Y  P  NK  ..LL R..KN.KFIPVFFHNLKGYD.....SHLI.IN..D.EKSAK  VD
CRE_17459[Caenorhabditis_remanei]                                                     H                     R                                                            D            C    C                              D DH      TG            G LC  CN    K                                         FL  FN .........CES PA.. GKNFDED...............NGLPTKVR    .....W  E.........Y  P  NE  ..LL R..KN.NFIPVFFHNLKGYD.....SHLI.IN..D.EKSAE  VD
CBG24840[Caenorhabditis_briggsae]                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  YD .........CNS PQ.. ENVFDGD....................KVK    .....W  L.........Y  P  NS  ..LL Q..KN.KFIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KE
CBG15910[Caenorhabditis_briggsae]                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  YD .........CNS PQ.. ENVFDGD....................KVK    .....W  L.........Y  P  NS  ..LL Q..KN.KFIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KE
CBG26256[Caenorhabditis_briggsae]                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  YD .........CKS PH.. GKAFQGD....................KVR    .....W  L.........Y  P  KA  ..RL R..RN.NFIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KE
CBG26257[Caenorhabditis_briggsae]                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  YD .........CKS PH.. GKAFQGD....................KVR    .....W  L.........Y  P  KA  ..RL R..RN.NFIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KE
CBG22566[Caenorhabditis_briggsae]-1                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CN .........CNS PQ.. ENVFDGD....................KVR    .....W  L.........Y  P  KA  ..FL R..RN.NLIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KK
CBG22566[Caenorhabditis_briggsae]-2                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CN .........CNS PQ.. ENVFDGD....................KVR    .....W  L.........Y  P  KA  ..FL R..RN.NLIPVFFHNLKGYD.....SHHI.IS..DEESS.K  KK
CBG05275[Caenorhabditis_briggsae]-1                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CE .........CES PA.. GNKFCGD....................KVR    .....W  L.........Y  P  NA  ..LL R..RN.NFIPVFFHNLKGYD.....SHLI.IS..DDKSS.E  KE
CBG05275[Caenorhabditis_briggsae]-2                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CE .........CES PA.. GNKFCGD....................KVR    .....W  L.........Y  P  NA  ..LL R..RN.NFIPVFFHNLKGYD.....SHLI.IS..DDKSS.E  KE
CBG24110[Caenorhabditis_briggsae]-1                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CE .........CES PA.. GNKFCGD....................KVR    .....W  L.........Y  P  NA  ..LL C..RN.NFIPVFFHNLKGYD.....SHLI.IS..DDKSS.E  KE
CBG24110[Caenorhabditis_briggsae]-2                                                     H                     R                                                            S            C    C                              D DH      TG            G LC  CN    K                                         LL  CE .........CES PA.. GNKFCGD....................KVR    .....W  L.........Y  P  NA  ..LL C..RN.NFIPVFFHNLKGYD.....SHLI.IS..DDKSS.E  KE
Hypothetical_protein_CBG03970[Caenorhabditis_brig                                                     H                     R                                                            E            C    C                              D DH      TG            G LC  CN    K                                         YL  YN .........NKE PN.. KIKYNSK...............NMKTTKVR    .....W  E.........Y  P  GS  ..LA R..KN.NFIPIFFHNLRGYD.....SHLI.VG..CLEST.K  FI
CBG21154[Caenorhabditis_briggsae]                                                     H                     R                                                            K            C    C                              D DH      TG            G LC  CN    N                                         ML  HR .........INN PN.. GIQFNDE...............KMSTRKVR    .....W  L.........Y  A  GK  ..LN R..KN.NFIPVFFHNLKGYD.....SHLI.MG..DPEST.R  KN
CBG25359[Caenorhabditis_briggsae]                                                     H                     R                                                            E            C    C                              D DH      TG            G LC  CN    K                                         YL  HD .........NKE PN.. SIKYDSK...............EMKTTKVR    .....L  E.........Y  P  GA  ..LL R..KN.TFIPIFFHNLRGYD.....SHLI.VG..CLEST.K  NE
TcasGA2_TC006914[Tribolium_castaneum]                                                     H                     R                                                            K            C    C                              D DH      TG            G AC  CN    K                                         NL  YE .........TKI YL.. ENVFSIE..................NPKVR    .....Y  K.........Y  A  RK  ...L ..YRQPLFIPILFHNLSSYD.....CHLF.IK.........  GE
LOC100168389[Acyrthosiphon_pisum]                                                     H                     R                                                            A            C    C                              D CH      SG            H LC  CN    T                                         YD  HN .........KSV DM.. KLVFAEA..................RCKVA    .....T  R.........M  T  SP  LKLV P..KN..............V..........PY.FLHNLS.K  AH
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Supplementary Figure 2. Multiple sequence alignment of the Endo VII motif sequences
Dots represent gaps in the alignment. Totally conserved residues at a position are shown by white letters in red background. Residues with conservation above 70% at a position are shown by red letters in blue boxes. The position numbers of F-CphI and Endo VII residues are shown on top of the alignment.




